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Entry name 


ATPGJECOU. 


Primary accession number 


P00837 


Secondary accession number 


P00838 


Entered in Swiss-Prot in 


Release 01, July 1986 


Sequence was last modified in 


Release 01, July 1986 


Annotations were last modified in 


Release 42, September 2003 


Name and origin of the protein 


Protein name 


ATP synthosc gamma chain 


Synonym 


EC 3.6.3.14 


Gene name 


ATPG or UNCG or PAPC or B3733 or 
C4659 or Z5231 or ECS4675 or SF3813 


From 


Escherichia coli fTaxID: 562] 
Escherichia coli 06 fTaxID: 2179921 


Escherichia coli ^. ,^ 
0157:H7 [TaxID: 83334] 

Shiqella f lexneri [Taxlb: 623] 


Taxonomy 


Bacteria; Proteo bacteria: 
Sammaproteobacteria: Enterobacteriales: 


Enterobacteriaceae: Escherichia. 



References 



[1] 


SEQUENCE FROM NUCLEIC ACID. 




SPECIES=E.coli; 




MEDLINE=85121806; PubMed=6395859; FNCBI. ExPASy. EBI. Israel. 




Japan] 




Walker J.E.. Gov N.J.. Sarasie M.. Eberle A.N.: 




"DNA sequence around the Escherichia coli unc operon. Completion of the 




sequence of a 17 kilobase segment containing asnA, oriC, unc, gImS and 




phoS."; 




Biochem. J. 224:799-815(1984). 


[2] 


SEQUENCE FROM NUCLEIC ACID. 




5PECIE5=E.coli; 




MEDLINE=82059507; PubMed=6272217; FNCBI. ExPASy. EBI. Israel. 
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Japan] 

Saraste M.. Gay N.J., Eberle A.. Runswick M.J.. Walker J.E.; 


1 1 IIS U 1 U UUCI Ul I* 1 IU(.#IISU 1 l\J<S OlSUUCl ICC W 1 1 1 IIS UlSrlCO 1 Ul 1 Ills UUllUIIU, UIS 1 

and epsilon subunits of Escherichia coli ATP synthase."; 
Nucleic Acids Res. 9:5287-5296a981l 


[3] 


SEQUENCE FROM NUCLEIC ACID. 
SPEaES=E.coli; 

MCULiiNC-ocio^/yo, ruD/v\ea-o^i/ / oiu, iNCKi, txr/\5y, cBi, israei, 
Japan 1 

Kanazawa H,, Kayano T., Mabuchi K.. Futoi M.: 


"NLlcl&o1'id& <^ciu^nrg n*f +hp qphp^ rnHIno "Fnr nlnhn hp+n nnH nnKninn 

1 NUWIwV/ 1 iNJIw Ow^UC*! I^Co VI 1 1 lO MC»I llSd i 1 lU | VI Ul IJi lU^ L^IS 1 U Ui lU UUl III 1 lU 

subunits of the proton-translocating ATPase of Escherichia coli."; 
Biochem. Biophys. Res. Commun. 103:604-612(1981). 


[4] 


SEQUENCE FROM NUCLEIC ACID. 

SPECIES=E.coli; 

STRAIN=K12 / MG1655; 

mtZULxr^C-yooLDLHo, rUDAr\eci-/OoOoo<i, INCBi. tXr/\by, tKl. iSrael. 

Japan 1 

Burland V.D.. Plunkett G. III. Daniels D.L.. Blattner F.R.; 


L/iNr\ DisL|utsriwis uriu uriuiYoio ui lou imiuuuooo Ul 1 nis cocn«^r icniu com 

genome: organizational symmetry around the origin of replication."; 
Genomics 16:551-561(1993^ 


[5] 


SEQUENCE FROM NUCLEIC ACID. 
SPEaES=E.coli; 

STRAIN=06:H1 / CFT073 / ATCC 700928; 

mcuLLi^c-cdooodoH, rUDMea-ic4/iio/, INCBI, cxrASy, cBI. Israel, 
J apan i 

weicn K./\., buriana v., riunKeTT C7. iii. Keatora r., Koescn r.. KasKo D.. 


Buckles E.L.. Liou S.-R., Boutin A.. Hackett J.. Stroud D.. Mayhew G.F.. 


Rose D.J.. Zhou S.. Schwartz D.C.. Perna N.T.. Mobley H.L.T., Donnenbero 


M.S., Blattner F.R.; 

uAitsrioivc muouic oTrucTurc rcveuica uy Tnc compicTe ycnorne seauencc 
of uropathogenic Escherichia coli."; 
Proc. Natl. Acad. Sci. U.S.A. 99:17020-17024f2002y 
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SEQUENCE FROM NUCLEIC ACID. 
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SPEaES=E.coli; 

STRAIN=0157:H7 / EDL933 / ATCC 700927; 

MEDLINE=21074935; PubMed=11206551; [NCBI, ExPASv . EBI . Israel . 

Japan ] 

Perna NT. , Plunkett III . Burland V. . Mau B. . Glasner J.D. . Rose D.J. . 
May hew G.F. . Evans P.S. . Gregor J. . Kirkpatrick H.A. . Posfal G. . Hackett 
J\, Klink S. . Boutin A. . Shao V. . Miller L . Grotbeck E.J. . Davis N.W. . Lim 
A., bimalanta E.T. . Potamousis K. . Apodaca J. . Anantharaman T.S. . Lin J. . 
Yen &. . Schwartz D.C. . Welch R.A. . Blattner F.R. ; 
"Genome sequence of enterohaemorrhagic Escherichia coli 0157:H7."; 
Nature 409:529-533(2001). 

[7] SEQUENCE FROM NUCLEIC ACIO. 
SPEaES=E.coli; 

STRAIN=0157:H7 / RIMD 0509952; 

MEDLINE=21156231; PubMed=11258796; [NCBI, ExPASy . EBI . Israel . 
Japan ] 

Hayashi T. . Makino K. . Ohnishi M. . Kurokawa K. . Ishii K. . Yokoyama K. . Han 
C.-G. . Ohtsubo E. . Nakayama K. . Murata T. . Tanaka M. . To be T. . lida T. . 
Takami H. . Honda T. . Sasakawa C . OQasawara N. . Yasunaga T. . Kuhara 5. . 
Shiba T. . Hattori M. . Shinagawa H. ; 

"Complete genome sequence of enterohemorrhagic Escherichia coli 
0157: H7 and genomic comparison with a laboratory strain K-12."; 
DNA Res. 8:11-22(2001). 

[8] SEQUENCE OF 261-287 FROM NUCLEIC ACID. 
SPEaES=E.coli; 

MEDLINE=90202983; PubMed=2138624; [NCBI, ExPASy . EBI . Israel . 
Japan ] 

Iwamoto A. . Miki J. . Maeda M. . Futai M. ; 

"H(+)-ATPase gamma subunit of Escherichia coli. Role of the conserved 

carboxyl-terminal region."; 

J. Biol. Chem. 265:5043-5048(1990). 

[9] SEQUENCE FROM NUCLEIC ACID. 

SPEaES=S.flexneri; 

STRAIN=301 / Serotype 2a; 

MEDLINE=22272406; PubMed=12384590; [NCBI, ExPASy . EBI . Israel . 
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Japan! 

Jin Q.. Yuan Z.. Xu J., Wano Y.. Shen Y.. Lu W.. Wanq J.. Liu H.. Yano J.. 
Yanq R, Zhanq X., Zhanq J.. Yanq G.. Wu H., Qu D.. bom J., Sun L., Xue 
Y.. Zhao A.. Gao Y.. Zhu J.. Kan B.. Dinq K.. Chen 5.. Chenq H.. Yao Z.. He 
B.. Chen R.. Ma D.. Q\ar\Q B., Wen Y.. Hou Y.. Yu J.: 

wisiiurnc oisu|uciico ui ^./iii^oiiu i ii^aiici i t-u« iiioiunio iriio uui riuucriici lY 

through comparison with genomes of Escherichia coli K12 and 0157."; 
Nucleic Acids Res. 30:4432-4441^2002). 


[10] 


X-R/\Y CRYSTALL0(5R/\PHY (4.4 ANGSTROMS). 
SPEaES=E.coli; 

MEDLINE=20040613; PubMed=10570135; FNCBI. ExPASy. EBI. Israel. 
Japanl 

Hausrath A.C.. Grueber G.. Matthews B.W.. Capaldi R.A.: 

"Structural features of the gamma subunit of the Escherichia coli F(l) 

A I PflSg r^vgfllpd bv n 4 A- A rp<oliitinn mnn nh+ninpH hv ^-rn\f 

crystallography."; 

Proc. Natl. Acad. Sci. U.S.A. 96:13697-13702a999y 


Comments 



FUNCnOH PRODUCES ATP FROM ADP IN THE PRESENCE OF A 
PROTON GRADIENT ACROSS THE MEMBRANE. THE GAMMA CHAIN 
IS BELIEVED TO BE IMPORTANT IN REGULATING ATPASE ACTIVITY 
AND THE FLOW OF PROTONS THROUGH THE CF(0) COMPLEX. 
CATALYTIC ACTIVITY, ATP + HgO + H*(In) = ADP + phosphate + 
H*(Out). 

SUBUNIT F-TYPE ATPASES HAVE 2 COMPONENTS, CF(1) - THE 
CATALYTIC CORE - AND CF(0) - THE MEMBRANE PROTON CHANNEL. 
CF(1) HAS FIVE SUBUNITS: ALPHA(3), BETA(3), GAMMA(l), DELTA(l), 
EPSILON(l). CF(0) HAS THREE MAIN SUBUNITS: A, B AND C. 
SIMILARITY, Belongs to the ATPase gamma chain family. 
CAUTION, REF.3 SEQUENCE DIFFERS FROM THAT SHOWN DUE TO 
FRAMESHIFTS AND VARIOUS OTHER ERRORS. 



Copyright 
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Cross-references 



EMBL 


X01631; CAA2578U: fEMBL / SenBank / DDBJl 

rCoDlnoSequencel 
J01594; AAA24736.1; FEMBL / SenBank / DDBJl 
ALT_FRAME. rCoDlnoSequencel 
V00267; CAA23526.1; FEMBL / SenBank / DDBJl 

FCoDlnqSequencel 
M25464; AAA83874.1; FEMBL / ScnBank / DDBJl 

FCoDlnqSequencel 
V00312; CAA23597.1; FEMBL / GenBank / DDBJl 
ALT_FRAME. FCoDlnqSeauencel 
L10328; AAA62085.1; -. FEMBL / GenBank / DDBJl 

FCoDlnqSequencel 
AE000450; AAC76756.1; FEMBL / GenBank / DDBJl 

FCoDlnqSequencel 
AE016769; AAN83091.1; FEMBL / SenBank / DDBJl 

FCoDlnqSequencel 
AE005605; AAe58936.1; FEMBL / GenBcnk / DDBJl 

FCoDlnqSequencel 
AP002566; BAB38098.1: FEMBL / SenBcnk / DDBJl 

FCoDlnqSequencel 
M34095; AAA24742.1; FEMBL / GenBank / DDBJl 

FCoDlnqSequencel 
AE015388; AAN45253.1; FEMBL / SenBcnk / DDBJl 

FCoDlnqSequencel 


PIR 


A01038; PWECS. 
C91213; C91213. 
D86059; D86059. 


POB 


1D8S; 03-DEC-99. FExPASy / RCSBl 
IFSO; Gl-MAY-Ol. FExPASy / RCSBl 
Detailed list of linked structures. 
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Eco^ene 


E(510104: GtpG. 


EcoCyc 


EG10104: atp(5. 


CMR 


P00837* B3733 


InterPro 


IPR000131: ATPase Qamma 
SroDhical view of domain structure. 


Pfam 


PF00231: ATP-synt: 1. 


PRINTS 


PR00126; ATPASEGAMMA. 


TORFAMs 


TTeR01146: ATPsyn Flgamma: 1. 


PROSITE 


PS00153: ATPASE GAMMA: 1. 


ProDom 


[Domain structure / List of seq. shanm at least 1 domainl 


HOBACGEU 


r Family / Alignment / Treel 


BLOCKS 


P00837. 


ProtoNet 


P00837. 


ProtoMap 


P00837. 


PRESAGE 


P00837. 


DIP 


P00837. 


ModBase 


P00837. 


SWISS-2DPA(5E 


Get reqion on 2D PAGE. 


Keywords 


ATP synthesis: CF(1): Hvdroqen ion transport; Hydrolase: 3b-structure: 


Complete proteome. 


Features 



None 



Sequence information 


Length: 287 
AA 


Molecular weight: 
31577 Da 


CRC64: 2417A4B8FBDB8EF8 [This is a 
checksum on the sequence] 
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View entry in original Swiss-Prof format 
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BLAST submission on 
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Dotlet (Java) 
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^ ExPASy 
Home page 




Search 
ExPASy 



Contact us 




Swiss -Prot 







Go 


Clear 



Search 



Swiss-Prot/TrEMBL 



for 



Welcome to the SIB BLAST Network Service 

If results of this search are reported or published, please mention that 
the computation was performed at the SIB using the BLAST network service. 
The SIB BLAST network service uses a server developed at SIB and the NCBI 
BLAST 2 software. It is implemented on hardware provided by HP. 

In case of problems, please contact us . 

NCBI BLAST program reference [PMID : 9254694 ] : 

Altschul S.F., Madden T.L., Schaffer A.A. , Zhang J., Zhang Z., Miller W., 
Lipman D.J. Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs. Nucleic Acids Res. 25:3389-3402(1997). 



Query length: 2 89 AA 

Date run: 2003-06-11 14:57:44 UTC+0100 on sib-blast . unil . ch 

Program: NCBI BLASTP 2.2.5 [Nov- 16-2002 ] 

Database: XXtremblnew; XXtrembl; XXswissprot 

1,135,895 sequences; 361,048,751 total letters 
Swiss-Prot Release 41.11 of 06-Jun-2003 
TrEMBL Release 23.15 of 06-Jun-2003 

TrEMBL new of 06-Jun-2003 



Taxonomic view 



NiceBlast view 



Printable view 



List of potentially matching sequences 



Send selected sequences to Clustal W (multiple alignment) 



Select up to. 



Submit Query 



□ Include query sequence 



Db AC 



Description 



Score E-value 



□ sp Q9L6B6 ATPG_PASMU ATP synthase gamma chain (EC 3.6.3.14) [ATP. 

□ 



ATPG_HAEIN ATP synthase gamma chain (EC 3.6.3.14) [ATP. 



sp P43716 

□ tr Q9KNH4 ATP synthase Fl, gamma subunit [VC2 765] [Vibrio cholera 
D sp P00837 ATPG_ECOLI ATP synthase gamma chain (EC 3.6.3.14) [ATP. 

□ tr Q9RFL4 ATP synthase subunit gamma [ATPG] [Salmonella typhimur. 
n tn AAP18944 Membrane -bound ATP synthase, Fl sector, gamma - subuni .. . 
Q tr Q8Z9S5 ATP synthase gamma subunit protein (EC 3.6.1.34) (Memb. 
CI tr Q8ZKW8 Membrane -bound ATP synthase, Fl sector, gamma- subunit . 
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ATP synthase Fl, gamma subunit [ATPG] [Shewanella onei. 
ATP synthase Fl, gamma subunit [W11020] [Vibrio vulni . 
ATP synthase gamma subunit [STY3912] [Salmonella typhi] 
ATP synthase gamma subunit [atpG] [Salmonella typhi] 
ATPG_VIBAL ATP synthase gamma chain (EC 3.6.3.14) [ATP 
ATP synthase Fl, gamma subunit [VP3 07 0] [Vibrio paraha 
FOFl-ATPase subunit gamma [ATPG] [Colwellia maris (Vib 
ATP synthase gamma chain [ATPG] [Pseudomonas aeruginosa] 
ATP synthase Fl, gamma subunit [ATPG] [Pseudomonas put 
ATP synthase Fl, gamma subunit [ATPG] [Pseudomonas syr 
Probable ATP synthase gamma chain protein (EC 3.6.1.34 
ATP synthase gamma subunit (EC 3.6.3.14) [atpG] [Nit.. 
ATP synthase, Fl gamma subunit [atpG] [Coxiella burn. . 
ATP synthase gamma chain [ATPG] [Xanthomonas campestri 
ATP synthase gamma chain [ATPG] [Xanthomonas axonopodi 
ATPG__BUCAI ATP synthase gamma chain (EC 3.6.3.14) [ATP 
ATPG_THIFE ATP synthase gamma chain (EC 3.6.3.14) [ATP 
ATPG_BUCAP ATP synthase gamma chain (EC 3.6.3.14) [ATP 
ATP synthase, gamma chain [XF1144] [Xylella fastidiosa 
ATP synthase gamma chain [ATPG] [Xylella fastidiosa (s 
ATP synthase gamma chain (EC 3.6.1.34) [ATPG] [Neisser 
ATP synthase Fl, gamma subunit [NMB1935] [Neisseria me 
Gamma subunit of membrane -bound ATP synthase [ATPG] [B 
AtpG protein [ATPG] [Wigglesworthia brevipalpis] 
Gamma subunit of membrane -bound ATP synthase [ATPG] [B 
ATP synthase gamma chain (EC 3.6.3.14) [ATPG] [Buchner 
Gamma subunit of membrane -bound ATP synthase [ATPG] [B 
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epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


226 


2e- 


58 


ATP 


synthase 


Fl 


epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


226 


2e- 


58 


ATP 


synthase 


Fl 


epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


226 


2e- 


58 


ATP 


synthase 


Fl 


epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


226 


2e- 


58 


ATP 


synthase 


Fl 


epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


226 


2e- 


58 


ATP 


synthase 


Fl 


epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


226 


2e- 


58 


ATP 


synthase 


Fl 


epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


226 


2e- 


58 


ATP 


synthase 


Fl 


epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


226 


2e- 


58 


ATP 


synthase 


Fl 


epsilon 


subunit 


(Fragment) 


[atpG] 


[H. . . 


224 


7e- 


58 



381 
380 
380 
380 
377 
362 
360 



e-105 
e-105 
e-104 
e-104 
e-104 
e-104 
3e-99 

le-98 

348 3e-95 
344 6e-94 
344 6e-94 
343 le-93 
328 5e-89 
325 4e-88 
3e-87 

5e-85 

311 5e-84 
5e-83 

9e-83 

306 2e-82 
le-78 

2e-78 

291 6e-78 
270 2e-71 
266 2e-70 
261 9e-69 
248 5e-65 
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315 
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293 
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□ 


tn 


AAP19758 


ATP synthase Fl epsilon subunit (Fragment) [atpG] [H. . . 


224 


9e 


-58 


□ 


sp 


P20602 


ATPG_BACME ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 221 


8e 


-57 


□ 


sp 


P22482 


ATPG_BACFI ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 209 


4e 


-53 


□ 


sp 


Q9K6H4 


ATPG_BACHD ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 208 


5e 


-53 


□ 


sp 


P37810 


ATPG_BACSU ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 207 


9e 


-53 


□ 


tn 


AAP12170 


ATP synthase gamma chain (EC 3.6.3.14) [BC5307] [Bac . . . 


207 


2e 


-52 


□ 


tn 


AAP29192 


ATP synthase Fl, gamma subunit [atpG] [Bacillus anth. . . 


207 


2e 


-52 


□ 


tr 


Q8E5U9 


H+- transporting ATP synthase gamma chain [ATPG] [Strep. . 


. 205 


6e 


-52 


□ 


tn 


AA082318 


ATP synthase Fl, gamma subunit [atpG] [Enterococcus . . . 


205 


6e 


-52 


□ 


tr 


Q9RAU1 


H+-ATPase cytoplasmic Fl-part gamma- subunit (H+-ATPase.. 


. 204 


le 


-51 


□ 


sp 


Q9CER9 


ATPG_LACLA ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 204 


le 


-51 


□ 


tr 


Q8E073 


ATP synthase Fl, gamma subunit [ATPG] [Streptococcus a.. 


. 20^ 


3e 


-51 


□ 


tr 


005432 


ATP synthase subunit gamma [ATPG] [Moorella thermoacet.. 


. 201 


7e 


-51 


□ 


tr 


050158 


Proton- translocating ATPase, gamma subunit [ATPG] [Str. . 


. 201 


le 


-50 


□ 


tr 


Q8EM82 


H (+) -transporting ATP synthase gamma chain (EC 3.6.1.3.. 


. 197 


9e 


-50 


□ 


tr 


Q9A0I8 


Putative proton- translocating ATPase, gamma subunit (E.. 


. 197 


9e 


-50 


□ 


sp 


P09222 


ATPG_BACP3 ATP synthase gamma chain precursor (EC 3.6... 


. 196 


2e 


-49 


□ 


tr 


Q8K827 


Putative proton- translocating ATPase gamma subunit [SP. . 


. 196 


2e 


-49 


□ 


tr 


Q97PT5 


ATP synthase Fl, gamma subunit (Proton-translocating A. . 


. 196 


3e 


-49 


□ 


tr 


Q52412 


TFl-gamma subunit [thermophilic bacterium PS3] 


196 


4e 


-49 


□ 


tr 


Q8RKV3 


H+-ATPase cytoplasmic Fl-part gamma-subunit [ATPG] [St.. 


. 194 


le 


-48 


□ 


sp 


P12408 


ATPG_ANASP ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 193 


2e- 


-48 


□ 


tr 


Q8CNJ6 


ATP synthase gamma chain [SE1701] [Staphylococcus epid. . 


. 193 


2e 


-48 


□ 


tr 


Q927W3 


AtpG protein [ATPG] [Listeria monocytogenes. Listeria .. 


. 193 


2e- 


-48 


□ 


sp 


P17253 


ATPG_SYNY3 ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 192 


4e- 


-48 


□ 


tr 


Q99SF4 


ATP synthase gamma chain [ATPG] [Staphylococcus aureus . . 


. 192 


4e- 


-48 


□ 


sp 


P08450 


ATPG_SYNP6 ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 191 


le- 


-47 


□ 


tn 


AA043198 


Chloroplast ATPase gamma subunit precursor [AtpC] [P. . . 


190 


2e- 


-47 


□ 


sp 


P43452 


ATPG_ENTHR ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 190 


2e- 


-47 


□ 


sp 


P41010 


ATPG_BACCA ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 190 


2e- 


-47 


□ 


sp 


P29710 


ATPG_PROMO ATP synthase gamma chain, sodium ion specif.. 


. 189 


3e- 


-47 


□ 


tr 


Q8KAW9 


ATP synthase Fl, gamma subunit [ATPG] [Chlorobium tepi.. 


. 189 


3e- 


-47 


□ 


tr 


Q8DLU1 


H+-transporting ATP synthase gamma chain [ATPC] [Synec. 


. 188 


6e- 


-47 


□ 


sp 


Q05384 


ATPG_SYNP1 ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 188 


8e- 


-47 


□ 


sp 


P42007 


ATPG_BACST ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 188 


8e- 


-47 


□ 


sp 


Q06908 


ATPG_ODOSI ATP synthase gamma chain, chloroplast precu. . 


. 187 


le- 


-46 


□ 


tr 


Q9ZJ02 


Proton-translocating ATPase gamma subunit [Streptococc . . 


. 187 


2e- 


-46 


□ 


sp 


P95788 


ATPG_STRiyiU ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 186 


2e- 


-46 


□ 


tr 


Q8KRU9 


Subunit gamma [ATPG] [Ilyobacter tartaricus] 


184 


8e- 


-46 


□ 


tr 


Q8RGE1 


ATP synthase gamma chain, sodium ion specific (EC 3.6... 


. 184 


le- 


-45 


□ 


sp 


Q41075 


ATPG_PHATR ATP synthase gamma chain, chloroplast precu. . 


. 183 


2e- 


-45 


□ 


sp 


Q10597 


ATPG_MYCTU ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 182 


4e- 


-45 


□ 


sp 


P56082 


ATPG HELPY ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


181 


7e ■ 


-45 


□ 


sp 


Q9ZK80 


ATPG_HELPJ ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 179 


3e- 


-44 


□ 


sp 


P50006 


ATPG_SPIPL ATP synthase gamma chain (EC 3.6.3.14) [ATP.. 


. 179 


3e- 


-44 


□ 


tr 


Q8A9U6 


ATP synthase gamma chain [BT0719] [Bacteroides thetaio. . 


. 178 


6e- 


-44 
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Graphical overview of the alignments 



Click here 



to resubmit your query after masking regions matching PROSITE 
profiles or Pf am HMMs 

(use ScanProsite for more details about PROSITE matches) 



Profile hits 
Pfan hits 



Hatches on query sequence 



Subnission 



RTPG.PRSHU 

RTPCHflEIN 

Q9KNH4 

nTPG«ECOLI 

Q9RFL4 

flRP18944 

Q8Z9S5 

Q8ZKH8 

Q8E8B9 

Q8DDG9 

Q8Z2Q5 

RR071150 

RTPG_VIBflL 

Q87KR7 

Q8VV78 

Q9HT19 

Q88BK3 

Q87TT3 

Q8KU75 

CRD84116 

RR091434 

Q8PCZ6 

Q8PGG6 

RTPG_BUCRI 

RTPG_THIFE 

RTPG.BUCRP 

Q9PE84 

Q87E89 

Q9JH71 

Q9JKQ1 

Q9RQ8B 

Q8B3J4 

Q9RQ74 

Q89B4e 

Q9RQ77 

RRP19756 

flRP1976e 

RflP19757 

RflP19755 

RRP19743 

RRP19759 

RRP19752 

RflP19745 

RRP19744 

RRP19761 

RRP19742 

RRP19754 

RRP19753 

RRP19751 

RRP19749 

RRP19748 

RRP19747 

RflP19746 

RflP19758 

RRP19758 

RTPG.BRCNE 

RTPG_BRCFI 

RTPG.BRCHB 

RTPG_BRCSU 

flRP12178 

RRP29i92 

Q8E5U9 

Rfl082318 

Q9RRU1 

RTPG.LRCLR 

Q8E673 

085432 

058158 
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100 
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200 
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^PCL XL error 

Subsystem: KERNEL 

Error: 1 1 legalOperatorSequence 

Operator: SetClipToPage 

Position: 9096 



Blocks for IPB000131 



http://blocks.fhcrc.org/blocks-bin/gctblock,sh?IPB000131 



IPB0CX)131: ATPase _gamma 

ATP synthase gamma subunit 

o Introduction 

o Block number IPB000131A 

o Block number IPB000131B 

o Block number IPB000131C 

o Block number IPB000131D 

o Block number IPB000131E 

o InterPro entry IPR000131 (source of sequences used to make blocks) 

o Block Maps. rGraphical Map l [Text Mapl [Map Positions ! [About Maps ] 

° Logos. FA bout Logos 1 

Select display format: FGIFI FPDFI FPostscriptl 

° Tree from blocks alignment. FA bout Trees ] FAbout ProWeb 
Tree Viewer ! 

[Data] FProWeb TreeViewer l FXBitmap l [GIF] [PDF] FPostscript l 
[Newick l 

° Structures 

o Search blocks vs other databases: 

■ COBBLER sequence and BLAST searches [About COBBLER ! 

■ MAST Search of all blocks vs a sequence database [About 
MAST ! 

■ LAMA search of all blocks vs a blocks database [About LAMA ! 
o CODEHOP to design PCR primers from blocks [About CODEHOP ! 

° SIFT to predict amino acid substitutions in blocks [About SIFT ! 
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Blocks for IPB000131 



http://blocks.fhcrc.org/blocks-bin/getblock.sh7IPB0O0131 



o Additional Links 



[Return to topi 
Block IPB000131A 

ID ATPase_gamma; BLOCK 

AC IPB000131A; distance from previous block=(0,62) 

DE ATP synthase gamma subunit 

BL ITM; width=32/ seqs=82 ; 99.5%=1504; strength=1376 



ATPG 


MYCGA|P33257 


( 4 ) 


MnnT.TfPPMPQ TTVTWPfTTTTZlMTrMT.C'TVTrT.TvTP TT 
rJV-^->->-C>-^-L^-"^-dO -L J. V inivX 1 lVru*ii\i*lljO L vI\_LilMl\.ir 


DO 


ATPG 


PROMO 1 P29710 


( 3) 


GKEIKSRISSVQSTRQITKAMEIVSSTKFKKF 


22 


ATPG 


RHORUl P07227 


( 4 ) 


T.TrnT.PQP TTQ\/K'QTO'K'TTQZiMTrM\7"Zi A QDT.DPa 
i-ir\_LJJJX\,OI\._L X O V IVO X V^^IVX X Oi-ilMPu*! Vi-LH.OX\.XJXlIvri 


xu 


ATPG 


RICPR 


050289 


[ 4 ) 


T .TrOT .P TP T VQ VTfC; TO'K' T TVawrriT A7C a C TrMT V T 
UI\.v^XjI\. X I\.XX\.0 V X v-t^-'- -L -iVHi^Hj^XJ V DrtiD AJ'l 1 I\.X 


1 o 
±z 


ATPG 


ANASP 


P12408 




JjiVo ±x\.l-'KXy o VAIN i i\.J\X i liAlYlKJj V /\/\i\K. VK.KA 




ATPG 


RHOBL 


P05436 


( 4) 


LKDLKNRIGSVKNTRKITKAMQMVAAAKLRRA 


8 


ATPG 


RHOCA 


P72246 




T.TrnT.frMP T\7C\7TrMT'P"K'T'T'VZiMP»M\77\ A TVTJTPD TS. 
XjISJJljruNilX V o V JMN 1 KlvX i J^-fU*lyiu V AAfUNI XK.KA 


JiD 


ATPG 


SPIPL 


P50006 






T A 
iU 


ATPG 


SYNPl 


Q05384 


( 4) 


L KAI RDR I KT I KD TR KI TE ANRL VAAAKVRRA 


17 


ATPG 


SYNP6 


P08450 




T.VZi TPFlP TTTC^TPKTT'P VTT'T?AMPT ^7a A A Tin7T3D A 


± J 


ATPG 


SYNY3 


P17253 


i *r / 




Q 

y 


ATPl 


ARATH 


Q01908 


( 53) 


LRELRDRIDSVKNTQKITEAMKLVAAAKVRRA 


8 


if £i 


ARATH 


Q01909 




XKilLiKCiKlJJo V JvN iyis.± iciAJYlKij VAAAKVKKA 


±2 




CHLRE 


P12113 


( 1 T ^ 

I -J ' } 




12 


ATPG 


ODOSI 


Q06908 




AMA TiaT^TJ TTQ'\7irNrTTf 'K'TTMZiMVT '\7A A ATrt7PP A 


J. -L 


ATPG 


PEA|P28552 


( 54) 


LKDLKNRIDSVKNTQKITEAMKLVAAAKVRRA 


8 


ATPG 


PHATR 


Q41075 


( 58) 


ANAI RDR I T S VKNTRKI TMAMKL VRAAP KVRR 


43 


ATPG 


SPIOL 


P05435 


( 44) 


LRELRDRIGSVKNTQKITEAMKLVAAAKVRRA 


8 


ATPG 


TOBAC 


P29790 


( 57) 


LRD LRDR I E S VKNTQKI TEAMKL VAAAKVRRA 


8 


ATPG 


BACCA 


P41010 


( 7) 


LRDIKTRINATKKTSQITKAMEMVSTSKLNRA 


10 


ATPG 


BACFI 


P22482 


( 4) 


LRD I QGR I TSTKKTKQI TKAMQMVS AAKLNRA 


12 


ATPG 


BACP3 


P09222 


( 7) 


LRD I KTR INATKKTSQI TKAMEMVLTS KLNRA 


15 


ATPG 


BUCAI 


P57123 


( 4) 


TKE I KNKI VS VTNTKKI TKAMEMVAVS KMRKT 


12 


ATPG 


BUCAP 


051873 


( 4) 


KKE I KDQ 1 1 S VTNTKKI TKAMEMVAVS KMRKT 


17 


ATPG 


ECOLI 


P00837 


( 4) 


AKEIRSKIASVQNTQKITKAMEMVAASKMRKS 


8 


ATPG 


THIFE 


P41169 


( 4) 


AKE I RGQ I KS VKNTRKI TRAMEMVAAS KMRRA 


12 


ATPG 


VIBAL 


P12990 


( 4) 


AKEIRNKIGSVKSTQKITKAMEMVAASKMRRS 


8 


ATPG 


MYCGE 


P47640 


( 4) 


I QE I KRRMNTVKS TIKI TNAMKMVS RAKF I KF 


26 


ATPG 


MYCPN 


Q50330 


( 4) 


I QE I KRKMTTVQ S T I KI TNAMKMVS RAKF VR F 


22 


ATP3 


ARATH 


Q96250 


( 45) 


TQWRNRMKSVKNIQKITKAMKMVAASKLRAV 


24 


ATP3 


IPOBA 


P26360 


[ 48) 


TQWRNRMKSVKNIQKITKAMKMVAASKLRAI 


20 


ATPG 


BOVIN 


P05631 


[ 28) 


L KD I TRRLKS I KN I QKI TKS MKMVAAAKYARA 


13 


ATPG 


HUMAN 


P36542 


[ 28) 


L KD I TRRLKS I KN I QKI TKS MKMVAAAKYARA 


13 


ATPG 


RAT|P35435 


[ 3) 


L ICD I TRRLKS I KN I QKI TKS MKMVAAAKYARA 


13 
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Blocks for IPB000131 



http://blocks.fhcrc.org/blocks-bin/gctblock.sh7XPB000131 



r\X trK3 


TTT.TTT.Zi 


DA 07 77 


AT" or* 


X £inO 1 


po 0077 

IT J O U / / 


r\ X tr\J 




^ \j \j \j ^ 


n i xr\j 




It ^ Q U ^ 




OLV^O X 


P42 0 07 


M. 1 IT O 






M.X IrVj 


CiXM X m\. 


P4. 7 A 

IT t J *± ^ ^ 






PA 1 7 1 


r\ X Jtro 


nuiXjir X 


pc n 09 

£r D U 0 ^ 


r\X IT VJ 


TTT?T.PiT 

nCiXJirU 




riX XrVJ 


MYPT.P 


PA ^ ft 9 A 

Ir rt ^ 0 ^ rx 


ATPG 


MYCTU 


Q10597 


ATPG 


PASMU 


Q9L6B6 


ATPG 


STRLI 


P5C007 


ATPG 


STRMU 


P95788 


ATPG 


DROME 


001666 



074754 
Q9NE84 
021267 
Q9G8R3 
050141 
050158 
067829 
005432 
Q52412 
Q9ZJ02 
Q92688 
Q9X1U6 
Q9RQ80 
Q9RQ77 
Q9RQ74 
Q9RGY2 
Q9RFL4 
Q9RAU1 
Q9PR14 
Q9PJ2 0 
Q9PE84 
Q9KNH4 
Q9K6H4 
Q9K4D4 
Q9JXQ1 
Q9JW71 
Q9HT19 
Q9FDR6 
Q9FAA4 
Q9CER9 
Q9ERA8 
Q9D9D7 
// 



20 
36 

4 
4 
7 
7 
5 
4 
4 
4 
5 
5 
4 
4 
5 
29 
34 
5 
4 
4 
4 
5 
6 
4 
3 
5 
6 
1 
4 
4 
4 
5 
4 
5 
3 
4 
4 
4 
4 
5 
4 
4 
4 
4 
4 
5 
28 
28 



LREIETRLKSIKNIEKITKTMKIVASTRLSKA 24 

LKEVEMRLKSIKNIEKITKTMKIVASTRLSKA 2 8 

VQDIKPRIKSVNSTMQITHAMELVASAKLRKS 2 1 

LRD I QTR ITS TKKTS Q I T KAM EMVS AAKLNRA 1 1 

LRDIKTRINATKKTSQITKAMEMVSTSKLNRA 10 

LRDIKSRITSTKKTSQITKAMQMVSAAKLNRA 9 

LNE I KTR IAS TKKT S Q I TRAMQMVS AS KLTKS 1 1 

AKE I KTKI AS VQS TQKI TKAMEMVATS KMRKT 8 

LRDIRKKIGSVKNTQKITHAMKLVSTSKLRKA 10 

LRDIRKKIGSVKNTQRITHAMKLVSTSKLRKA 14 

LRELRGRIRSVGSIKKITKAQELIATSRIARA 18 

LRELRGRIRSAGSIKKITKAQELIATSRIARA 27 

AKEIRTKIASVKSTQKITKAMEMVAASKMRKT 8 

LRVYKRRIRSVTATKKITKAMEMIAASRWKA 17 

LSEIKVRITSTQKTGKITSAMKMVSSAKLVKS 2 0 

LKMISIRLKSVKNIQKITQSMKMVSAAKYARA 32 

LKEIEQRLKSIKNIEKITKTIKTVAQTKLTRA 3 8 

LRLYKEKLEGYNRFYSIVKTIKMVTMAKFRQA 100 

TKDFKNRIKSITSIRKITKAMKMVAASKLRQA 2 0 

PKKLLKQLKSYERFKLLTKAIQMVALSQLSGL 93 

MKDVKRRI KS VES TMQI TKAMQLVAS S KMRKA 1 4 

LSEIKGKIISTQKTSHITGAMQMVSAAKLTKS 20 

PRDIKRKIQGIKNTKRITNAMKWSAAKLRKA 2 7 

MRDLKRRIRSVQSTQHITRAMKMVAAAKLRKA 13 

LRDIKTRINATKKTSQITKAMEMVLTSKLNRA 15 

LNDIKNKIASTKNTSQITNAMQMVSAAKLGKS 15 

L 1 1 1 KRR I KS I TNT KKI TNAMGL I ATSNLRKS 3 5 

MLQIKRKINATQSLMKITRAMEMVARAKVRKI 33 

I KE I KTQ I TS WNTKKI TKAMEMVA I S KMRKT 1 8 

KKE I KNKINC I SNTKKI TKAMEMVS I AKMKKS 2 2 

I KE VRNKI KG I TNTQKI TKAMEMVS I S KMKKA 1 7 

LLELKRKIASVKQTGKITEAMRMVSASKLNQT 2 2 

AKE IRS KI AS VQNTQKI TKAMEMVAAS KMRKS 8 

LNEIKTKIASTKKTSQITGAMQMVSAAKLQKA 13 

LDAMKRKINSVQTTAKITNAMKLVATAKLKRQ 3 8 

LKEIKRKIKSVHNTQKTTNAMKLVSTAKLKKA 2 5 

GRE I KS KI KS VQNTRKVTRALEMVS AS K I RKA 34 

AKEIRTKIGSVKSTQKITKAMEMVAASKMRRS 8 

LRDIKQRINSTKKTKQITKAMEMVSAAKLNRS 10 

LRVYKRRIRSVTATKKITKAMEMIAASRWKA 17 

GKEILTKIRSVQNTQKITKAMQMVSTSKMRKT 12 

GKEILTKIRSVQNTQKITKAMQMVSTSKMRKT 12 

AKEIRSKIASIKSTQKITNAMEKVAVSKMRKA 18 

IRELRDRIRSVNSTKKITKAQELIATSRITKA 16 

IRELRDRIRSVNSTKKITKAQELIATSRITKA 16 

LNEIKTKIASTKKTSQITGAMQMVSAAKLQKA 13 

LKDITRRLKSIKNIQKITKSMKMVAAAKYARA 13 

LKDITRRLKSIKNIQKITKSMKMVAAAKYARA 13 



TReturn to topi 



Block IPB000131B 



ID ATPase_gamma/ BLOCK 

AC IPB000131B; distance from previous block= (25 , 64 ) 
DE ATP synthase gamma subunit 

BL DGL; width=25; seqs=82; 99.5%=1302; strength=1268 
ATPG BACFI|P224 82 ( 73) VKKTGYIWTSDKGLAGGYNSSLIR 9 

ATPG MYCGA|P332 57 ( 74) STKRLWIVINTQLGLCGSYNTNVGK 4 9 
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Blocks for rPB000131 



http://blocks.fhcrc.org/blocks-bin/gctblocksh7IPB000131 



ATPG 


PROMO 


;P29710 


( 73) 


VKRIGIIVMTSDRGLCGGFNSSTLK 


12 


ATPG 


RHOBL 


P05436 


( 74) 


DQIHLLWMTSERGLCGGFNSTIVR 


23 


ATPG 


RHOCA 


P72246 


( 76) 


DKVHLLVIMTGERGLCGGFNANIAK 


20 


ATPG 


RHORU 


P07227 


( 76) 


DNVHLIVALTANRGLCGGFNGSIIR 


24 


ATPG 


RICPR 


050289 


( 77) 


SKINLLIVMTSERGLCGMFNYSIIK 


32 


n. A. Srsj 


qpTPTi 

O c J. It JJ 


IT 3 yj \j \j \j 


i 74. \ 


V rVXV. V OXJ V V Xji-lv7iMi\.OXJv«\3M.X IM Oi>i X X Iv 


X 7 




X n JL. ^ £> 


P4 1 1 Q 


( I'W 
\ ' -J / 


V xVlVriVjr Xj V V X X Xyi\.v7XJV^v30XjiN V IN V XjA 


1 7 
XZ 


ATPn 




PI P4.nR 
tr d. £i *± \J O 


\ ' 3 / 


V IVO VVjXjXj V X Owl^IvVjXJ^UVjr X IN X IN V XX^ 


X X 


r\X ir vJ 


O X 1>I £r J. 


orm fid 

V V J J O *± 


( 7 R ^ 


V j\x v>4XjXj V V X vjurcoxjL-vjVj x in Xi\j v xk 


1 1 
X X 


ATPG 


SYNP6 


P08450 


( 75) 


VKTVALLWSGDRGLCGGYNSNVIR 


11 


ATPr! 
r\l. rrVj 


O X IM X J 


PI 7 9 R T 




r'JN-rt.ViVljij V V lL7JJKVjJ-iL.Vav3 xlNJ VrJAXIv 


7 C 


ATPG 


BACCA 


P41010 


( 73) 


VKKTGYLVITSDRGLAGAYNSNWR 


9 


aTpr: 




pn Qooo 




\7""E<rTrTPVT '\7'TT'C"nDPT A r* A VMCNTTTT D 
V JVJVX Vjx Jj V X i oUKoLiAvjAx WoJN V JjK 




ATPG 


BUCAI 


P57123 


( 73) 


TNRIGMI I I STDRGLCGGLNTNLFK 


16 


ATPfJ 








"nTfP TPT T T'VZC'mTSnT.Pf^CT "NTTMT TTV 
JJJ\J\.XVjX X X Vo XUrCoJuv^OOJ-iINJ liNijr JV 


1 7 
XZ 


ATPG 


ECOLI 


P00837 


( 73) 


VKRVGYLWSTDRGLCGGLNINLFK 


10 




VTRATi 

V XDi\lJ 


XT X ^ Z7 17 U 


( I'W 


rlXvK. vVj X X X V O 1 UKoJ-iL-oVjiji^ XIM V r X\. 


X X 




1*1 X ^OiL 


PA 1 fiACi 


( Q \ 
\ 0 y / 


"Mn'K'T'T.WTMMQCGT PT PP PTTMCMMMV 


1 Q 


ATPG 


MYCPN 


Q50330 


\ 0 J / 


"NTDVPT TXriTMMCCCT PT PP PirM'T'"MM'M'V 




ATPl 


ARATH 


Q01908 




V xvlvVAij V V V iLjUKvaijL.oori\IWr 1 1 J\ 


1 1 


ATP2 


ARATH 


Q01909 


( 134) 


VKRVALVWTGDKGLCGGFNNAVTK 


18 


ATPG 


CHLRE 


P12113 


( 1 n Q \ 

\ L\JO ) 


\7'[CQ.\T1 T "^n/T TPTlDr'T rTT'VTSTM'T? T T V 

vJxbVjjJjV VijiOJUKLjijUtjLjxJNWr 11J\. 


X4 


ATPG PEA|P28552 


{ "X 

\ f 


\7TrTr\7AT.\A7PTPFlDPT PPPTPXTNTATT TT 


1 7 

X / 


ATPG 


SPIOL 


P05435 


( 115) 


VKKVALMWTGDRGLCGGFNNMLLK 


30 


ATPG 


TOBAC 


P29790 


( 1 9 fl ^ 

V O } 


V JVIv V/\Xj V V V X VjiJK.oijV-oVjrr iNJN x LiXIv 


XD 


ATPG 


ODOSI 


Q06908 


( 130) 


VSKVTLWITGDRGLCGGYNSFMIK 


17 


ATPG 


PHATR 


Q41075 




■\7TrTr\7TT T T7TTP'nDPT PPP VUC "CMT IT 


X D 


ATP 3 


ARATH 


Q96250 


( 102) 


VKKSVWTLSSDKGLCGGINSTWK 


20 


ATP3 


IPOBA 


P26360 


( 105) 


VKKWIITISSDKGLCGGINSTSVK 


21 


ATPG 


BOVIN 


P05631 


( P (3 ^ 
V OOf 




X4 


ATPG 


HUMAN 


P36542 


( 88) 


KKKHLLIGVSSDRGLCGAIHSSIAK 


14 


ATPG RATI P35435 




JxJ\.J\JlijX ±Vj V ooiJKvjijV-.^Alrloo v Alv 


X4 


ATPG 


KLULA 


P49377 


( R 1 \ 
\ OX/ 


"CTTTfnT.T T a TTGFlTfPT PPGTUCPT ATf 

rjjxisxjijx XAX 1 oJJrvvjrij^oo Xrio(^ij/\J\ 


7 n 


ATPG 


YEAST 


P38077 


^ 1 no ^ 


A DTr"PT.T\7a TTCFlT^PT PPC TtJCPT AV 


7 c 


ATPG 


ACEWO 


P50005 


I 7 1 \ 


\7VV'T'A VT T TT'P'nTfPT.APPV'Kn7Tvn7A V 


1 1 
X X 


ATPG 


BACME 


P20602 


^ 7 7^ 


V JXJXl o X X V X X oJJKoLi/\Vji^x rJoiN XXiK 




ATPG 


BACST 


P42007 


^ 7 ^ 


A7VV'TPVT \7T'T'CrtT3PT AP A VTvTC'KR7\7T3 
V JXJVlo I Xi V X i oXfKOXi/\V7A.xJNoJN v VK 


Q 

y 


ATPG 


BACSU 


P37810 


{ n (^\ 


\7VTr'PAVT \7TT'C'nDPT AP A "CNTG CT7T D 
V JvJXXi\x Li V X i oXJKvjLii\Vj>\r JNoo V XiK 


y 


ATPG 


ENTHR 


P43452 


/ Q c ^ 

V 0 3/ 


'\7VV'T'r' VTT7TT' AnrT'T \7rT'VT^TOOTT IT 

VxvJxJ-ox X V X i/yjvjLjLiVtjtax JNIooXXiJn. 




ATPG 


HAEIN 


P43716 




vi\.J\XoXLi V Xb iUKvjML-LioLiJNI vJNiXjr J\ 


Xd 


ATPG 


HELPY 


P56082 


\ ox) 


XlvKVUX Xr X i ADJvvjLiLvjCjr Jn IN 1 IK 


x5 


ATPG 


HELPJ 


Q9ZK80 


( ft 1 ^ 


xiviv V jjx X r X X AXJJVoXiv^vjVjr i jn i x J\ 


X o 


ATPG 


MYCLE 


P45824 


( 74) 


PKRAGVL WS SDRGLCGAYNANVFR 


11 


ATPG 


MYCTU 


Q10597 


( 74) 


PKRAGVL WS SDRGLCGAYNANI FR 


11 


ATPG 


PASMU 


Q9L6B6 


( 73) 


VKKVGMIWSTDRGLCGGLNVNLFK 


12 


ATPG 


STRLI 


P50007 


( 71) 


PSRAAVLLLTSDRGLAGAFNSNSIK 


17 


ATPG 


STRMU 


P95788 


( 76) 


IKKTAYIVITSDKGLVGAYNSTILK 


12 
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Blocks for IPB000131 



http://blocks.fhcrc.org/blocks-bin/gctblock.sh7rPB000131 



ATPG DROMblUUXbOD 


I Q A ^ 

\ y u y 


El P KKLiLi I AVTS DRGL CG AVHTG V AR 


3 3 


A 1 C A 

U /4 /b4 


/ Q 1 ^ 


JiLjlv i LiM V AC. o o D KGL CGG I Ho o 1 b R 


3 b 




\ Do; 


yAJ\Al Y IRVIYliryRLrbLGAljJNloW V VJ\ 


b / 


/NOT O C7 




V JNiNJxX V VirXooiJRvjljUtaVjXjM iJN VV1\ 






i 

\ O Z / 


ULiiM jJjVIjoX i VUJ\oL.V^(aFl±N(aJN vXiiv 


1 A A 

xu u 


Ud U i4 -L 


V / Z ^ 


T^TCTrr T TT7T A r^FVO/^T A "CNTTiMT TT V 

iNJNo VLiLiX VXAoURtjLiAtjvjr J>J iJM VLiJ\ 


xy 


\JO\J iDO 


\ f o ) 


TTVVTT'VTT rTT<CT^X<^^T \Tr*r*VKTC?VTT V 


X3 




f n c \ 


CiRN VU V XLiV iAJJRCjLiAtjAr WbW VXR 


xy 


UUb4 


f T "3 ^ 
I / J ; 


VKKACji VLiX lAXJRGXiAtjCjiNANLXR 


12 


C O /I T O 

Udz4 1^ 


/ T A ^ 


VKKTGYLiVXTbDRGLAGAYNSNVLR 


9 


yyz J 


( 77 ) 


V KKb AYXVXTbD RG L VGG Y N AT ILK 


14 


Q T ^ O O 


{ 74 ) 


SDKKIjYXALTSDSGXiCGGFNGAVVT 


50 


^ Q"V 1 TT^ 


( 66 ) 


GNRDLIWITSDMGLCGSFNSEILR 


25 




( 73 ) 


XKRXGLiX XVSSDRGLCGSLNSNLFR 


11 


yyKy / / 


\ f ) 


i JvJvXtjX X V Xb iURGLiv-Gbijryl Xbbr K 


13 


yyKy / 4 


I \ 
\ f 


Vl\.J\XtjXXXXb xURGLiv-GJnLiM V ILr K 


O A 


y yrCoX 4^ 


f 1 A O \ 

V J. u z ^ 


XJXi Hjr XiV V HjLJRtjLi V(ab XlMbb VXlV 


Xb 




f 1 \ 


VJvRvLji Li VVb iURGXjUGGXiJMXJNlir J\ 


T A 
XU 


y yKAU J. 


\ / } 


V JSJxiLjx Li V X ibURtjXiVGb YJMbWXXiJN. 


X X 


y y ±rKX4 




JvURiLiY X i XJMb irlGLiAGb YM YW VMK. 


A A 
4 0 


r^Q"D TO A 

y y FU z u 






z X 


y y Frjo4 


( 74 ) 


V KR X G Y X V X b b DRGL AGGLNNNL FR 


10 


y yj\jNJrl4 


/ T o ^ 
\ / J ; 


AKRVGYIIISTDRGLCGGLNINLFK 


12 


yyKon4 


( 73 ) 


V KKTG Y X V X T S DRGL AG A YNS NL I R 


9 


T^jI 

y yjN.4U4 


( 74 ) 


PSRAAVLLLTSDRGLAGAFNSNSIK 


17 


yyj Ay 1 


( 74 ) 


X n 1-i T TT' XT X m O T^ TT"/^ T T *KT a UTT TT TA 

X RR VGF I L I TSDKGLCGGLNANVLK 


14 


y yu w / JL 


/ n A \ 
\ '4 J 


XRRVor XLX i bD J\.GLC-GGLNAJMVLK 


14 


y yn, i ± y 


\ ' J } 


VKRVGY X VVbbDRGLUGGLNXJSILr K 


9 


Q9FDR6 


( 73) 


GKRAAVLWTSDRGMAGGYNHNVLK 


19 


y y r /\A.4 


\ 1^1 


(^"VT^ A A T 7T T TT rTt C? rM3 !UT A ^ VKTLnvn 7T lA 

JvRAA V L V V i b D RGIVIAGG Y JNI rLN V L K 


19 


Q9CER9 


( 75) 


VKKTGYLVITSDRGLVGGYNSNILK 


10 


Q9ERA8 


( 88) 


KKKHLIIGVSSDRGLCGAIHSSVAK 


14 


Q9D9D7 
II 


( 88) 


KKKHLIIGVSSDRGLCGAIHSSVAK 


14 



[Return to topi 



Block IPBCX)0131C 



ID ATPase_gamma ; BLOCK 

AC IPB000131C; distance from previous block= (13 , 21) 

DE ATP synthase gamma subunit 

BL GKR; width=ll; seqs=82; 99.5%=790; strength=997 



ATPG 


BACFI 


P22482 


( 


113) 


YGIIIMGRIGR 


100 


ATPG 


ECOLI 


P00837 


( 


118) 


IGSKGVSFFNS 


11 


ATPG 


MYCGA 


P33257 


( 


113) 


VGIKLNSFLRT 


49 


ATPG 


THIFE 


P41169 


{ 


118) 


VGNKGLGFLRR 


24 


ATPG 


VIBAL 


P12990 


( 


118) 


VGSKATAFFKH 


28 


ATP3 


ARATH 


Q96250 


( 


147) 


VGEKAKAIMFR 


32 


ATP3 


IPOBA 


P26360 


( 


150) 


LGEKAKAQLVR 


20 


ATPG 


ANASP 


P12408 


( 


120) 


VGRKAEQYFRR 


18 


ATPG 


SPIPL 


P50006 


{ 


119) 


VGRKAIQHFTR 


15 


ATPG 


SYNPl 


Q05384 


( 


120) 


VGRKAAQYFQR 


11 


ATPG 


SYNP6 


P08450 


( 


120) 


VGRKAGQYFQR 


19 


ATPG 


SYNY3 


P17253 


( 


120) 


VGSKAKQYFGR 


14 
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Blocks for IPB000131 



http;//blocks.fhcrc,oP9/blocks-bin/gctblocksh?IPB000131 



ATPl ARATH 


Q01908 


ATP2 ARATH 


Q01909 


ATPG CHLRE 


P12113 


ATPG ODOSI 


Q06908 


ATPG PEA|P2 8552 


ATPG PHATR 


Q41075 


AiPVj OFIUJ-I 


r>rk c >i O c 
PvJ 34 J D 


TV rp T>/^ rp/^D A 


"DO Q T Q r\ 


TV rpT-)/^ "D 7\ /^/^ A 


P4 J.U XU 


AlPCj oACFj 


puy^^^ 


ATPG BUCAI 


P57123 


ATPG BUCAP 


051873 


ATPG MiUtjh 


P47d4 0 


ATPCj MjCPJM 


C A ^ O A 

Q503 30 


ATPG PROMO 


P29710 


ATPG RHOBL 


P05436 


ATPG RHOCA 


P72246 


ATPG RHORU 


P07227 


ATPG RICPR 


050289 


ATPG BOVIN 


P05631 


ATPG HUMAN 


P36542 


ATPG RAT|P35435 


ATPG KLULA 


P49377 


ATPG YEAST 


P38077 


ATPG ACEWO 


P50005 


ATPG BACME 


P20602 


ATPG BACST 


P42007 


ATPG BACSU 


P37810 


ATPG ENTHR 


P43452 


ATPG HAEIN 


P43716 


ATPG HELPY 


P56082 


ATPG HELPJ 


Q9ZK80 


ATPG MYCLE 


P45824 


ATPG MYCTU 


Q10597 


ATPG PASMU 


Q9L6B6 


ATPG STRLI 


P50007 


ATPG STRMU 


P95788 


ATPG DROME 


001666 



074754 
Q9NE84 
021267 
Q9G8R3 
050141 
050158 
067829 
005432 
Q52412 
Q9ZJ02 
Q9Z688 
Q9X1U6 
Q9RQ80 
Q9RQ77 
Q9RQ74 
Q9RGY2 
Q9RFL4 
Q9RAU1 
Q9PR14 
Q9PJ2 0 

I" 
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169) 


VGKKGNSYFLR 


10 


179) 


VGKKGNAY F S R 


10 


Id J ; 


\ Tr^ D I/'O A rWT ■CAT* 

V (jK J\(a AQ Y FAR 


18 


175) 


IGKKGITYFQR 


12 


170) 


VGRKGNSYFNR 


9 


1 / D J 


V Cj J\K.(j 1 A Y F E R 


13 


160) 


IGKKGNTYFIR 


16 


173) 


VGKKGNSYFIR 


12 


119) 


IGRVGLSFFRK 


11 


119) 


IGRVGLSFFRK 


11 


118) 


FGLKSLSVFKL 


26 


118) 


FGLKSLSVFKL 


26 


T A O \ 

lU o ; 


IjtjKKNybr WNK 


T A 

34 


108) 


LGRKnQS fwnk 


34 


116) 


IGKKGRDYCKK 


15 


119) 


VGKKGREQLKR 


11 


121 ; 


VGKKGRDALRR 


11 


121 ; 


ICiKKGRDGliKR 


2 1 


122) 


IGKKGYEALKR 


21 


T "3 O \ 

1 J J ; 


V OD is. 1 K D 1 llHR 


O A 

24 


133) 


IGDKIRGILYR 


18 


108) 


IGEKIKSILYR 


16 


12 2 ) 


IGDKVKGQLLiR 


2 6 


14 J ; 


1 GD K 1 KM Q Li liR 


2 1 


1 T y| \ 

114 ; 


VGSRGRDHFRN 


23 


118 ) 


"T O T TO TH 1~IT TT^ 

I GR VGRD F F VK 


15 


119) 


TT O T*l T TO T n 1~l T~l 

IGRVGLSFFRK 


11 


121) 


T O T TO T\ TH I"! 

IGRVGRDFFKK 


11 


13 0) 


*T* ^1 m TV ^ 

IGGTGADFFKA 


17 


1 1 o y 


IGbKGlbr r Kb 


y 


12 6 ) 


IGKKGNEYFSF 


12 


12 6 ) 


IGKKGNEYFSF 


12 


119 ) 


VGRKALNYYTF 


18 


119) 


VGRKAQNY YS F 


19 


lib ; 


IGbKblNFFQS 


17 


116 ) 


VGRRGLAHYNF 


2 1 


1^ 1 ) 


IGGIrlGbUJ? FRA 


4 1 


132 ) 


VGDKSRAILSR 


18 


13 7 ) 


LGEKvRTQLLR 


29 


105 ) 


LGKRGIESLSK 


32 


111 ; 


VGIKAKDQLQR 


16 


107 ) 


IGRKAKFFFKK 


21 


117 ) 


IGKKAVEYFEK 


15 


12 0 ) 


"T O O T TV 1~1 TV 

IGGIGADFFKA 


24 


T O A \ 

12 0 ; 


VGRKGFQYFTK 


20 


115 ) 


VGRKGRDFFRR 


8 


lib ; 


IGRVGLSFFRK 


11 


Iz z ) 


-TOOT TO A "PlTTlTTtT^ A 

IGbVGADFFRA 


13 


lib ) 


VGyKGlb YFKR 


15 


lU / J 


VGLKAlWHr KD 


•3 A 


118 ) 


FGLKSLPVFKL 


38 


118 ) 


LGSKGVSYFKS 


12 


118 ) 


LGLKGLSFFKS 


13 


147) 


VG S VG AQ F F KK 


12 


118) 


IGSKGVSFFDS 


19 


120) 


LGGTGADFFKA 


19 


110) 


IGKKGHDFMRL 


30 


126) 


IGKTGIEYFNF 


16 
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Blocks for IPB000131 
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^ Q TIT? O A 


\ iiy ; 


T /-I /-\ T/' TV OtT*CCT5T3 

IvjyKAo Vr r KK 


J 1 


KNH4 


\ lib J 


IQjbKAiAr rMM 


Z 1 




\ lib J 


1 (jR i CjRD llll KK 


Z / 


yy K4D4 


\ iiy J 


VOKkCjIjAH YM r 


2 1 




\ 1 ly > 


r (jbKCjijMACyib 


z y 


TT*7T 1 

yyjw / 1 


\ iiy ; 


T /^ovr*T fjfTi r*r\o 
LiKjiD KoLiNAV-y b 




yyrii 1 y 


{ 1 lo ^ 


iVjbKtjAbr r Kb 


y 


Q9FDR6 


( 118) 


TGKKGVDYYKF 


25 


Q9FAA4 


( 118) 


TGKKGVDYYKF 


25 


Q9CER9 


( 120) 


LGGTGADFFKA 


19 


Q9ERA8 


( 133) 


VGEKIKGILYR 


18 


Q9D9D7 


( 133) 


VGEKIKGILYR 


18 



II 

FReturn to topi 
Block IPB000131D 



ID ATPase_gamma; BLOCK 

AC IPB000131D; distance from previous block= (33 , 72) 

DE ATP synthase gamma subunit 

BL DFP; width=26; seqs=82; 99.5%=1450; strength=1161 



ATPG 


BACFI 


IP22482 


( 166) 


DEL YVW YNHFVS P I TODVTEMKLLLL 


40 


ATPG 


ECOLI 


1 P00837 


( 166) 


DKLYIVSNKFINTMSQVPTISQLLPL 


13 


ATPG 


MYCGA 


IP33257 


( 196) 


DTLDRINDKFPKNISFEPGVDVIIPA 

Xi' A 1 1 1 ^X\i ^ XY X^ X^X XT x^xv ^ X X^ t V X^ V ^ ^ x^ 


100 


ATPG 


MYCGE 


P47640 


( 158) 


DRICMVYTKFKNSLTOOSOLFOVFPF 


33 


ATPG 


MYCPN 


Q50330 


( 158) 


DRICIIYTQFKNPLIQHANSFQVFPF 


37 


ATPG 


PROMO 


P29710 


( 164) 


DEVYLIYNEFISALSTELIVKKLLPI 


32 


ATPG 


RHORU 


P07227 


( 171) 


DVCTLVYNRFQSAISQWTRQQIIPF 


27 


ATPG 


RICPR 


050289 


{ 170) 


SNCIIYFNKFKNAMTQIPTKQKILPI 


49 


ATPG 


THIFE 


P41169 


( 166) 


DWYLVSSRFVNTMLQRATVEQLLPV 


27 


ATPG 


VIBAL 


P12990 


( 166) 


DRLYWFNKFVNTMVQQPTIDQLLPL 


13 


ATPG 


CHLRE 


P12113 


( 201) 


DKVELVFTKFISLINSNPTIQTLLPM 


18 


ATPG 


ANASP 


P12408 


( 168) 


DRIELVYTRFVSLVSSRPVIQTLLPL 


13 


ATPG 


SPIPL 


P50006 


( 167) 


DRVE L I YTKF VS LIS S RP VTQTLL PL 


13 


ATPG 


SYNPl 


Q05384 


( 168) 


DRVELIYTKFVSLISSKPWQTLLPL 


10 


ATPG 


SYNP6 


P08450 


( 168) 


DRVELVYTKFLSLVASNPWQTLLPL 


16 


ATPG 


SYNY3 


P17253 


( 168) 


DRVELIYTRFVSLISSQPWQTLFPL 


12 


ATPl 


ARATH 


Q01908 


( 217) 


DKVELLYTKFVSLVKSEPVIHTLLPL 


13 


ATP2 


ARATH 


Q01909 


( 228) 


DKVELVYTKFVSLVKSDPVIHTLLPL 


13 


ATPG PEA|P28552 


( 218) 


DKVELLYTKFVSLVKSNPIIHTLLPL 


15 


ATPG 


SPIOL 


P05435 


{ 208) 


DKVEMLYTKFVSLVKSDPVIHTLLPL 


16 


ATPG 


TOBAC 


P29790 


( 221) 


DKVELLYTKFVSLVKSEPVIHTLLPL 


13 


ATPG 


BACCA 


P41010 


( 167) 


DELYMYYNHYVSAIQQEVTERKLLPL 


17 


ATPG 


BACP3 


P09222 


( 167) 


DEL YM YYNHYVS AI QQE VTERKLLPL 


17 


ATPG 


BUCAI 


P57123 


( 166) 


DKIFIAYNKFHNKMSQYPTITQLLPF 


23 


ATPG 


BUCAP 


051873 


{ 166) 


DRLFIAYNKFHNKLSQYPKISQLLPL 


17 


ATPG 


RHOBL 


P05436 


( 169) 


DWTIFYNRFQSVISQVPTAQQVIPA 


24 



i 
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Blocks for IPB000131 
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ATPG RHOCA|P72246 ( 171) DVATIFFSVFQSVISQVPTAKQVIPA 4 9 



J\JLtr\j *^iJ\JO± 


OnfiQD ft 


nXir\J srri~n.A.l\, 




ATP 3 ARATH 


Q96250 


ATP3 IPOBA 


P26360 


ATPG BOVIN 


P05631 


ATPG HUMAN 


P36542 


ATPG RAT|P35435 


AIFCj KllULlA 


F4yo / / 


7\ rpT-)/-^ VCACT' 
A i Fo X El Ao i 




ATPG ACEWO 


P50005 


ATPG BACME 


P20602 


ATPG BACST 


P42007 


ATPG BACSU 


P37810 


ATPG ENTHR 


P43452 


ATPG HAEIN 


P43716 


ATPG HELPY 


P56082 


ATPG HELPJ 


Q9ZK80 


ATPG MYCLE 


P45824 


ATPG MYCTU 


Q10597 


ATPG PASMU 


Q9L6B6 


ATPG STRLI 


P50007 


ATPG STRMU 


P95788 


ATPG DROME 


001666 



074754 
Q9NE84 
021267 
Q9G8R3 
050141 
050158 
067829 
005432 
Q52412 
Q9ZJ02 
Q9Z688 
Q9X1U6 
Q9RQ80 
Q9RQ77 
Q9RQ74 
Q9RGY2 
Q9RFL4 
Q9RAU1 
Q9PR14 
Q9PJ20 
Q9PE84 
Q9KNH4 
Q9K6H4 
Q9K4D4 
Q9JXQ1 
Q9JW71 
Q9HT19 
Q9FDR6 
Q9FAA4 
Q9CER9 
Q9ERA8 
Q9D9D7 
// 



222 
222 

194 
197 

181 
181 
156 

179 
201 

162 
166 
167 
169 
178 
166 
174 
174 
173 
180 
166 
168 
169 
180 
185 
153 
157 
153 
165 
168 
169 
163 
163 
170 
164 
152 
166 
166 
166 
195 
166 
168 
160 
174 
167 
166 
166 
171 
167 
167 
166 
186 
186 
168 
181 
181 



DAVELL YTKF I SL I AS S PS ARTL I P F 18 

DAVELLYTKFVSLIASSPSIRTLVPF 21 

DALRIVYNKFHSWAFLPTVSTVLSP 3 0 

DALR I VFNKFQS WS FVPTMSTVLS P 2 5 

DEGSIIFNRFRSVISYKTEEKPIFSL 22 

DEGS 1 1 FNKFRSVISYKTEEKPIFSL 2 2 

DEGSIIFNQFKSVISYKTEEKPIFSF 21 

DPISSLSFEPSNKPVFNAAAIEQSPS 7 8 

DPVSSLSFEPSEKPIFNAKTIEQSPS 90 

DEVYIAYTKFVSTITQHAQMMKLLPL 17 

DELYLYYNHFINTISQEVTEKKLLPL 11 

DELYMYYNHYVSAIQQEVTERKLLPL 17 

DELHLVYNHFVSAITQEVTEKKLLPL 1 0 

DELYVCYNHHINSLTSQFRVEKMLPI 2 0 

DAVYI AYNKF VNTMSQKP WQQLVPL 1 6 

DKVI I IHNGFKNMITQE IRVKTILPI 2 3 

DKVI I IHNGFKNMITQE IRVKTILPI 2 3 

DELHIVFTEFKSMLSQSTKARRMAPM 2 3 

DELHIVYTEFKSMLSQSAEAHRIAPM 2 0 

DWYLVYNKF INTMSQKPVLEKL I PL 15 

DELHI VYTEFVSMMTQTAVDSRLLPL 18 

DELYVCYSHHINSLTSQVRVEKMLPI 19 

TEGKIVYNRFKSWSYQCSTLPIFSG 58 

DRIVLVYNKFASAVSFETVMKNLYTT 69 

DRVHVIFHRCVSAGSQKQCYYNIPSY 91 

DTCYLVYNQFRSVLTQNVIESKIASR 3 6 

DRF Y 1 1 FNRF YS AFTQKVS Y YD VC S F 59 

DAVELVYTTFVSVMTQEPQHLRILPV 34 

DELYVCYNHHVNSLTSQVRVQQMLPI 16 

DRVYLINNEMVTRASYKPQVRVFLPF 84 

DEVNLINTRFYSPIRQVPMVERLLPI 3 7 

DELYMYYNHYVSAIQQEVTERKLLPL 17 

DELYVCYNHHVNSLTSQMRVEQMLPI 24 

GEVHVI YTQFLSTVNQKVEVKKVLPI 3 5 

ARVRVIFSRFKNVLIQRPEVHELLPI 3 5 

DKIFIAYNEFHNKMSQYPKIIQLLPL 19 

DKLFLS YNQFKNTLVYIPVIMQLLPL 2 7 

DRLFLAYNKFKSTLIQIPSIIQLLPL 16 

DQLYVCYTHHVNSLSSAFRVEKMLPI 2 8 

DKLYIVSNKFINTMSQVPTISQLLPL 13 

DELYVCYNHHVNSLVSEARMEKMLPI 18 

NKICIIYTKFINAITFEVSVIDVLPF 3 6 

DEVI LVHNGYKNM I TQELKINHL I PV 41 

DRVYLVYNRFINTMVQKASFDQLLPL 1 9 

DRLYLVFNQFVNTMVQKPKIDQLLPL 14 

DEL Y I W YNHF VS P I KQD VTEKKVLPL 1 8 

DELHI VYTEFVSMMTQTAVDSRLLPL 1 8 

DR I HL VYS GF VNTMRQE PRME VLL PI 19 

DR I HL VYS G F VNTMRQE PRME VLL PI 19 

DRL F WSNKF VNTMTQ KPTVEQL I PL 14 

DQVHWYTEFISMLTQNPWHQLLPV 16 

DQVHWYTEFISMLTQNPWHQLLPV 16 

DELYVCYNHHVNSLVSDARMEKMLPI 18 

DEGS I I FNQFKS VI S YKTEEKP I FSL 21 

DEGSIIFNQFKSVISYKTEEKPIFSL 21 
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Block IPB000131E 

ID ATPase_gamma; BLOCK 

AC IPB000131E; distance from previous block== (13 , 74) 
DE ATP synthase gamma subunit 



BL 




width=5'i • 




= 89* 99 R%-949R* q^rp7^a^h-^ R1 fi 

~ 0 £1 f ^^aj^— ^*X^O/ O^X CXJ-M XO 




ATPG 


MYCGA 


P332 57 ( 


235 ) 


LTF]c;KVPRYAC?PT?NAMnTAAKT^AnnT.YNK'YKT.T.YNnT.PnATCTTnFTNPTVAnA 

J-l X i-iO J\. V X n.Ji\,£\JL^.nl lU X nn.X\XM^^X^X^XJ X V* 1\ X XVXJXJ X Vi \^±JIs.\^t\j\X. X XIM u X v n\Jn. 


9 7 


ATPG 


PROMO 


P29710 ( 


226) 


ILENTASEHSARKNAMKNATDNAEDMIKDLTLQYNRERQAAITQEISEIVSGA 


15 


ATPG 


RICPR 


\y .J \j ^ 0 ^ \ 


233 ) 


T.TiONTVC^FFnAPMTAMFN'ATTvIMA^rnT.TCiK'T .VT.TCT .'NrPC'PnTTTTTFT.TFTT AriA 

1-1 LJS^l>l X V 0 CtCt\JT\Ls,i'l X Al'liZilN i-i X IM IM rUM i^XJ X O XvXJ V XJ XNXJIM X\.0 XXXX XuXjX^XX n.\jr\ 


1 

O X 


ATPG 


THIFE 


P41169 ( 


233) 


VIEHLACEQSARMVAMKSASDNAKRMVDDLQLAYNKARQAAITQEIAEISAGA 


23 


ATPG 




P12113 ( 


0\J X } 


TiOFATiA^FT.AARMNAMT<n<rAc:nMAKFT.T<'Kf5TiTVOYMKnPnAKTTnPT,AFTVPnA 


1 c: 
X o 


ATPG 


ANASP 


P12408 ( 


9 R Q ^ 


T.OFQ AACSPT.AAPMTAMQMA^^FKTArJFT.TTr^^T.QT.QVTSTPrAPOA ATTHT?! T T?\T\Tnn.Ti 
XJ^^dOrirt.O^XJrtraX\.ri Xi-uuOINlAOXUINIi-iOuXJXrvOXJOXjO 1 V* r\.r\i\.\^Mx\l. X ^^£iXjXjX!j V v OOM. 


X J 


ATPG 


SPIPL 


P50006 ( 


258) 


WQESTASELAARMTAMSNASDNASDLVKTLTLSYNKARQASITQELLEWAGA 


14 


r\ ± ir\J 


0 X IM XT X 


V ^ -J J 0 *± \ 


9 R Q ^ 
^ D y J 


T.riF A A A <5FT. A APMT AMNTNTA CnMAOT'T.TnTT TT Q VKTVAPOA A TTOT? TT 'C'\A77ir'7\ 
XJVili'\Mrt.OCjiJrtMJ\.rl X>\l*U>Ji>Ii^ xXjJ.oXijXljD 1 l^i J\±\J\\2i\M.l. X yxi XIjC* V 


1 A 
X^ 


ATPG 


SYNP6 


PO R4 R n ( 

ir \J 0 *± ^ \J \ 


9 R 
^ ij y / 


T.HFAA AC;t?T.A APMTAMTJC'TlQT^KTaMATAT^nnT.TTATVMV'APnA ATT T "C^n/AnA 


X J 


ATPG 


SYNY3 


P17253 { 


259) 


LQESAASELAARMTAMSNASDNAGQLIGTLTLSYNKARQAAITQELLEWAGA 


14 


r\± XT 0 


RAPPA 


PA 1 m n { 

C*± J. U X. U \ 


£t J A. / 


T.T.n ATTA QFWA APMTAMirM'ATn"NTA'NTn\7TPT'T TT QVKTP APOA A TT'ri"CT'T''E?T'\7ar'"D 


xu 


r\ A. c\j 


RAfPT 

Dr\\^r J. 






T.T.Fl ATT A QFFnAPMT AMC A ATTTNTA C AT TTTT?! "PT TrTTiTD ZVDr^ A A TT'/^T?TT'"C T"\7rT'2i 
XjXjx-'M.JVrt.orir o>lKI*i i/^*lo/\H.XiJi^/\oAljXlL i Jjlvr JNIxOiKyAftX i v-"-!- 1 -Ci -L vooA 


1 o 
Xa 


ATPG 


BACP3 


P09222 ( 


230) 


LLDAKAS EHAARMTAMKNATDNANEL I RTLTLS YNRARQAAI TQE I TE I VAGA 


8 


ATPn 




PR 7 1 9 i 


9 9 ^ 


XXjILIN X/^ollXlrt>iKrl±/U*IJXX/4XiJiNo^^ X JM JXVKy/iJN X 1 yi^XjJNJiiX vovj/\ 


X J 




BUCAP 


051873 ( 


0 J ) 


T T TrMT 7i CT?/^7i 7i DM'17AMV''T' A 'T''n'MO/^'M'D T ir"CT /^T TV^TIT^ T^^TVKTTnP/^'C'T T'"CTT7'7\r^ A 

XjijCiIN X/\oiiy>\Ml<.ri vi\inJN.l/\i JJJNov^ xiMlvVKyArJ X i yiiXj 1 liX VACjA 


Xz 




ECOLI 


P00837 ( 


£t ^ £t 1 


\A7F'MT. A QTITl A APM'^^AM'k'A ZiT'TlTSTrT'CT TVT?T PkT "^TVMVTi "D/^S C TT'rv'CT T""!? TT^Cr* A 




n A. ir 0 


VIBAL 


P12990 ( 


^ J J I 


\A7FKrT. AP'PPl A APMT AMTf A ATr"n\TAT''KrT T'H'nT T7T \7VTVTVA"D A A A TT'r^'CT CPTTTTT'A 


X J 




MYCGE 


P47640 ( 


^ ^0 ) 


T.'^^'CT'VT r^T? C A CDO"KT A MT A A "Pl^^TA irnT T 'nVVT'T PiTT'hTVT "D^M^TO TT'tP'C T T "CirTr^r^lW 
Xj Vli X J\.JjUlLo/\oKyiN/M*lJi/\i\± JNXN/^ i Xi y r JN JxXiKy JN o X i Hili X XEj V XooIYl 


Z 1 


ATPG 


MYCPN 


Q50330 ( 


9 9 ^ 


T.\7FT''K'T.PFQ A QPrM\T AMT^ A A A TTMA Tmi V"PirVCT(^T?"MTrT "DPiMC TTT^T? T T "P T T/^r" T 


Z D 


ATPn 


RHOBL 


P05436 ( 


^ 0 X / 


XjXjiliiN>4M.oC(yoAKl*lo/^*lX/iN Xy xxslKoKyAAX 1 lv£iXiXriX XooA 


XU 


ATPn 


RHOCA 


P72246 ( 


9 7 R \ 
^ J D f 


XjXjliiNiNi^or iNVj/\yi*loi\l*llJ^ i Xii X JnKoKvAAX i ivrjXiXciX XooA 


ZD 


ATPG 


RHORU 


P07227 ( 


244) 


MLESFASEQGARMTAMDNATRNAGDMIKKLSLTYNRTRQAQITKELIEIISGA 


11 


ATPl 


ARATH 


Q01908 ( 


0 X / y 


XjyiioXj>i.oriXj>\/iKl*lo/y,*looA xINJKJvKyjrt.J\X loiiXXiiliX vAoA 


Xo 


ATP 2 


ARATH 


Q01909 ( 


328) 


LQESLASELASRMNAMSNATDNAVELKKNLTMAYNRARQAKITGELLEIVAGA 


15 


ATPG 


PEA|P28552 ( 


318) 


LQE S LAS ELAARMS AM S S AFDNAS EL KTDLTRVYNRATQAKI TGE I LE I VAGD 


37 


ATPG 


SPIOL 


P05435 ( 


T n R ^ 


T /^"CCT A CTTT A A "DlUfT" A MCKT A T'T^'NT A'KT'CT VVT>T C? T'hTVATTa 7\ 'D/^ A X^TT'/^'C T T "CTTJA/^A 

XiyiioXiAoiliLiAAKiyiiAMDJNAiiJJNIA xlMKAKyAlvX iCjilXLiii X VACjA 


12 


ATPG 


TOBAC 


P29790 ( 


J A X } 


Xj^iioXjAoliXjAAKIvibAMboAiUJNIAl JlXiJvJ^ x JMKyKyAJxX i CjhjXJj-Cj X VACjA 


IZ 


ATPG 


ODOSI 


Q06908 ( 


J L'k ) 


Xiy£.b VAorjXiAAKIYiybMybAoDNAtalJXjAKKijfa i b YMKARyAAV iQhjlLxlil VbGA 


23 


ATPG 


PHATR 


Q41075 { 


J XTt ; 


T.OT? CT7A 0"CT A A DMOOMi^O A OT^WA CT A Vr\T "KIT "CVT^TtJ A TD^ A ATTT'/^'CT T "C T T C?/^ A 

VAoEjXjAAKFiyolYiyoAoiJJNALjoXjAivyijJNI i yhiLiXiiiX X bCjA 




ATP 3 


ARATH 


Q96250 { 


Aoo } 


VLiiiJNAUo&MLiAKMbAlnUoooKiNIACjbMLUKL iL i YJNKlRQAbl J. IbLlEl ISGA 


18 


ATP 3 


IPOBA 


P26360 ( 


9 Q ^ 


"\7T.TrKTA OCCOr^ A DMC AMnO O CDMA /^"CMT Tl'DT HPT •T'\rNT'DT''D/^ A O TT'T'TT T'CTTO/^A 

vXji!iiNA^biLyVjAKi»lbAi*iiJoboKiNAobl'lXjiJ xJNKiKyAbXi 1 bXiXiiX XboA 


X / 


ATPG 


BOVIN 


P05631 ( 


242) 


LKESTTSEQSARMTAMDNASKNASEMIDKLTLTFNRTRQAVITKELIEIISGA 


10 


ATPG 


HUMAN 


P36542 ( 


242) 


LKESTTSEQSARMTAMDNASKNASEMIDKLTLTFNRTRQAVITKELIEIISGA 


10 


ATPG RAT|P35435 { 


217) 


LKESTTSEQSARMTAMDNASKNASDMIDKLTLTFNRTRQAVITKELIEIISGA 


10 


ATPG 


KLULA 


P49377 ( 


233) 


MAEGYAAEVSARRNAMDNASKNAGDMINSYSILYNRTRQAVITNELVDIITGA 


22 


ATPG 


YEAST 


P38077 ( 


255) 


MAQGYAAEISARRNAMDNASKNAGDMINRYSILYNRTRQAVITNELVDIITGA 


23 


ATPG 


ACEWO 


P50005 ( 


245) 


M I E S AAS E QGARRTAME S ATTNANEM I DGLTLQ YNRVRQAP I TQE I S E I VGGA 


18 


ATPG 


BACME 


P20602 ( 


229) 


LLDGKASEHAARMTAMKSATDNAKDLINNLTLSYNRARQAAITQEITEIVGGA 


9 


ATPG 


BACST 


P42007 ( 


231) 


LLDAKASEHAARMTAMKNATDNANDVIRTLTLSYNRARQAAITQEITEIVAGR 


10 


ATPG 


BACSU 


P37810 ( 


234) 


LLDSKASEHAARMTAMKNATDNAKELIDSLSLSYNRARQAAITQEITEIVGGA 


8 


ATPG 


ENTHR 


P43452 ( 


244) 


I VD AKTAEHAAGMTAMKTATDNAAT I IDDLTVS YNRARQGAI TQE I TE I VAGA 


20 
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Blocks for IPB000131 
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rtiiro rXri-Ci-LlN 


P4'a 7T c. 


( 234) 
( 245) 
{ 245) 
( 239) 

V ^ f o / 

{ 0'\A\ 
\ ^ •j*± J 

( 9 ft ^ 

V £i J O I 

V ^ J O ^ 

i 9 41^ 

V ^ *± X y 


r\. 1 ir o nCji-iir 1 


Xr 3 O U O ^ 






ZITDH! MYPT,"P 
/\±Jrvj VI ± ^ U O 


P4RR94 

XT *± 3 O ^ '± 


aTDn MYnTTT 
M. X ir^J I'l i ^ J. Lf 


OT n 97 






ATPn *5TPTiT 

r\XJrw O X Xv J-J X 


P50007 




P9^7flfl 






ri'7 A'7 




{ 9 4 ^ 






( 9 9 P ^ 


09 1 9 7 

X ^ D / 




( 9 9 1 ^ 
\ Z Z X / 






I 9 1 9 ^ 


O5014 1 




{ 99 9^ 


050158 




{ 9 R ^ 
\ ^ -J ~3 I 


\y \j t \j £i ^ 




\ ^ J J J 


005432 




{ 9 9 ^ 


Q524 12 




^ 9 9 ^ 






^ 9 7 7^ 


O 9 7 fl fl 

>^ ^ £J o o o 




{ 9 9 ^ 


A J. \J o 




{ 9 1 ^ 






^ 9 9 ^ 






^ 9 9 ^ 
\ Z J z y 


0915074 




V Z J X ^ 


09RGY2 




V z o *± y 


Q9RFL4 




f 9 9 ^ 

\ Z J z / 


09RAU'I 




^ 9 "^4 ^ 


Q9PR14 




^ 9 "^9 ^ 

\ Z O Z / 


O9PJ2 0 




^ 9 ft ^ 

V ZOO/ 


z/ XT o M 




^ 9 7 9^ 
V Z O Z ^ 


09KTJH4 




f 9 n ^ 
^ ^ J J } 


09K'fiH4 
S^_7 rvon*± 




I 9 9 Q ^ 

^ Z Z J7 ^ 


09K4D4 




/ 94 1 ^ 
\ Z ^ X ^ 


09.Ty01 




/ o *> \ 

\ ZjO} 


09iTW7 1 




{ 9 "J C \ 


n9MT1 9 
j7n X X j7 




{ 9 "3 1 ^ 


y JJKD 




V Z D J ; 


Q9FAA4 




( 263) 


Q9CER9 




( 234) 


Q9ERA8 




( 242) 


Q9D9D7 




( 242 ) 


II 
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WDNVASEQAARMVAMKAATDNAGNLINDLRLVYNKARQASITNELNEIVAGA 1 1 

LIDSLAAEHSARMQAMDTATNNAKDLVKTLTISYNKARQEAITTELVEINAGV 16 

LIDSLAAEHSARMQAMDTATNNAKDLVKTLTISYNKARQEAITTELVEINAGV 16 

MLE S AAS EL ASRQRAMKS ATDNADDL I KALTLE ANRERQAQ I TQE I S E I VGGA 1 4 

LLE S AAS E LAS RQRAMKS ATDNADDL I KALTLMANRERQAQ I TQE I S E I VGGA 1 6 

AVENLASEQAARMVAMKAATDNAGNLINELQLVYNKARQASITNELNEIVAGA 13 

LLQSAASKHAATRRAMKSATDNAGELINTLSRLANAARQAEITQEISEIVGGA 22 

IIDAKTAEHAAGMTAMQTATDNADKVIEDLTKLYNRVRQAAITQEITEIVAGA 17 

MKEGACSEQSSRMTAMDNASKNAGEMIDKLTLTFNRTRQAVITRELIEIISGA 14 

MAEAHCSEMSSRRNAMENASKSAGDMINKFSIQYNRQRQASITNELIDIVTGA 3 8 

VCENELSEQAARLVAVEGQLSNISTLQQKTSSLYNKTRQSSITSSLIEIISAM 100 

LIENVTSEQGARMNAMDNAAKNAGEMIDKLTLIYNKARQASITSELIEIISCA 18 

LEENEYSALGARATAMNNATKNVSELIDRLRLSYNKARQETITNELIEIVSCV 42 

IVDSFASEQAARRTAMESASDNANEMIEKLSLLYNRARQAQITQEITEISSAS 19 

I VDAKTAEHAAGMTAMQTATDNAKNVINDLT I QYNRARQAAI TQE I TE I VAGA 1 1 

MVESNAAEHFARMIAMDNATKNAEDLIRQWTLVFNKARQEAITTELIDITNAV 4 1 

LLEAKASEHGARMTAMDNATKNAAEMIDKFTLSFNRARQAAITNEIVEIVAGA 13 

LLDAKASEHAARMTAMKNATDNANELIRTLTLSYNRARQAAITQEITEIVAGA 8 

IIDAKTAENAAGMTAMQTATDNAKKVISDLTIQYNRARQAAITQEITEIVAGA 13 

LLNSKASEQASRMSSMDSATKNANDLLDALNIKYNRIRQSAITQEITEIVGGA 27 

MFQTKIGEYYARQNAMKNATDNAQEVIRELTLAYNKARQASITQELIEIVTGA 33 

ILENIASEHAARMMAMKTATENSTERIKELKLLYNKVRQATITQELTEIIAGA 19 

ILENCTCEQASRMISMKQATDNSEDLIKKLRILYNKARQDNITQELTEIISGA 2 3 

SLENYTSEQAARMIAMKQATDNSKDLIRELQIIYNKARQDNITQELTEIVSGA 19 

I LD AKTAEHAS SMTAMQS ATDNANDL VSNLTTKLNRARQAQ I TTE I TE II SGA 2 3 

WENLAS EQAARMVAMKAATDNGGS L I KELQLVYNKARQAS I TQELTE I VSGA 1 2 

IVDAKTAEHAAGMTAMRTATDNAHSVINDLTIQYNRARQASITQEITEIVAGA 14 

LIESKISENASRRNAMDAATKNAKALAENYKLIYNTLRQGKITREITEIVAGS 2 9 

LIDSLAAEHSARMQAMDNATNNAKARVKQLNLAYNKARQESITTELIEIISGV 16 

MLEN I AS EHAARMVAMKAAS DNANKL I GTLQL VYNKARQAAI TQE I S E I VGGA 1 1 

WENLACEQAARMVAMKAATDNASNLIDDLQLVYNKARQAAITQELSEIVGGA 10 

LLDAKASEFAARMTAMSAATDNATNLIDELTLSYNRARQAAITQEITEIVGGA 10 

LLQS AAS KHAATRRAMKS ATDNAGEL INTLSRLANAARQAE I TQE I S E I VGGA 2 2 

LSDNMASEQAARMVAMKAATDNAGNAIKELRLVYNKSRQAAITTELSEIVAGA 14 

LSDNMASEQAARMVAMKAATDNAGNAIKELRLVYNKSRQAAITTELSEIVAGA 14 

WENNACEQAARMIAMKNATDNAGELISDLQLIYNKARQAAITQEISEIVGGA 11 

FLEAAAAESASRRNAMKSATDNATELVKDLSRVANQARQAQITQEITEIVGGA 16 

FLEAAAAESASRRNAMKSATDNATELVKDLSRVANQARQAQITQEITEIVGGA 16 

IVDAKTAEHAAGMTAMRTATDNAHSVINDLTIQYNRARQASITQEITEIVAGA 14 

LKESTTSEQSARMTAMDNASKNASDMIDKLTLTFNRTRQAVITKELIEIISGA 10 

LKESTTSEQSARMTAMDNASKNASDMIDKLTLTFNRTRQAVITKELIEIISGA 10 



COBBLER sequence (region containing Blocks only) 



To do a BLAST search, copy the cobbler sequence below then click on a BLAST 
link 



[ Blast Search ] [ Gap-Blast Search ] [ PSI-Blast Search ] 

COBBLER sequence : 

>IPB000131 ATPG_BACME I P2 0602 from 1 to 285 with embedded consensus blocks 

masLKEIKJ^RIKSVKNTQKITKAMKMVAAAKLRKAeqnaksfvpymekigewssvalgsrgas^^ 

ITSDRGLCGGYNSNVIKkvsqaieerhqspdeygvialGKKGMSYFKRrgipvlleitgladqpafadiqgiasqtvqmf 
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Blocks for rPB000131 http://blocks.fhcrc.org/blocks-bin/gctblock.sh7IPB000131 

adgtfDEVYIIYNKFVNAISQEPTVKQLLPLtdlqpsgklvgyefepsqeeilevllpqyaesliyggLLESKASEHAAR 
MTAMENATDNAGDL I KKLTLVYNRARQAAI TQEL I E I VS GAa ale 

[Return to topi 

Additional Links (separate browser window) 

MetaFam IPB000131 

IPB000131B : CYRCA IPB000131B 

[Blocks home] 
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Set Items Description 

51 21 (COUPLING? (3N) FACTOR?) AND (ACTINOBACILL? OR HAEMOPHIL? - 

OR MANNHEIM? OR PASTEURELL? OR MULTOCIDA? OR INFLUENZAE?) 

52 7 51/2000:2003 

53 14 SI NOT S2 
?t S3/9/1 



3/9/1 (Item 1 from file: 5) 

DIALOG (R) File 5:Biosis Previews (R) 
(c) 2003 BIOSIS. All rts. reserv. 



10961712 BIOSISNO.: 199799582857 

Identification and characterization of the putative transcription-repair- 
coupling factor gene (trcL) of Listeria monocytogenes. 

AUTHOR: Zheng W; Kathariou S 

AUTHOR ADDRESS: Univ. Hawaii, Honolulu, HI**USA 

JOURNAL: Abstracts of the General Meeting of the American Society for 
Microbiology 97 (0) :p362 1997 

CONFERENCE/MEETING: 97th General Meeting of the American Society for 

Microbiology Miami Beach, Florida, USA May 4-8, 1997 

ISSN: 1060-2011 

RECORD TYPE: Citation 

LANGUAGE: English 

DESCRIPTORS: 

MAJOR CONCEPTS: Biochemistry and Molecular Biophysics; Genetics; 
Physiology 

BIOSYSTEMATIC NAMES: Endospore- forming Gram-Positives- -Eubacteria, 

Bacteria; Enterobacteriaceae- -Eubacteria, Bacteria; Pasteurellaceae -- 
Eubacteria, Bacteria; Regular Nonsporing Gram-Positive Rods- -Eubacteria 
, Bacteria 

ORGANISMS: endospore - forming gram-positive rods and cocci 

(Endospore -forming Gram-Positives) ; regular nonsporing gram-positive 
rods (Regular Nonsporing Gram-Positive Rods) ; Bacillus subtilis 
(Endospore -forming Gram-Positives) ; Escherichia coli 

(Enterobacteriaceae) ; Haemophilus influenzae { Pasteurellaceae ) ; 

Listeria monocytogenes (Regular Nonsporing Gram-Positive Rods 
BIOSYSTEMATIC CLASSIFICATION (SUPER TAXA) : bacteria; eubacteria; 
microorganisms 

MOLECULAR SEQUENCE DATABANK NUMBER: amino acid sequence; nucleotide 
sequence 

MISCELLANEOUS TERMS: Meeting Abstract; Meeting Poster; CHARACTERIZATION 
; CHEMICAL COORDINATION; COLD STRESS; COLD STRESS RESPONSE GENE; FOOD 
CONTAMINANT; IDENTIFICATION; IN FRAME DELETION MUTANT; LTRA GENE; LTRB 
GENE; LTRC GENE; MOLECULAR GENETICS; TRANSCRIPT I ON -RE PAIR- COUPLING 
FACTOR ; TRANSCRIPT I ON -RE PAIR- COUPLING FACTOR GENE; TRCL GENE; TRCL 
GENE PRODUCT 
CONCEPT CODES: 

10062 Biochemical Studies -Nucleic Acids, Purines and Pyrimidines 
10064 Biochemical Studies -Proteins , Peptides and Amino Acids 
10616 External Effects -Temperature as a Primary Variable-Cold (1971- ) 
23010 Temperature: Its Measurement, Effects and 

Regulation-Thermoadaptation 
31000 Physiology and Biochemistry of Bacteria 
31500 Genetics of Bacteria and Viruses 

00520 General Biology-Symposia, Transactions and Proceedings of 
Conferences, Congresses, Review Annuals 
BIOSYSTEMATIC CODES: 

06702 Enterobacteriaceae (1992- ) 

06703 Pasteurellaceae (1992- ) 

07810 Endospore -forming Gram-Positives (1992- ) 
07830 Regular Nonsporing Gram-Positive Rods (1992 
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PROSITE cross -reference(s) 



PS0Q153: ATPASE GAMMA 



Documentation 



ATP ^synthase (proton-translocating ATPase) (EC 3.6.3 .14 ) [1,2] > is a cbntponent 
of tlie cytoplasmic membrane of eubacteria, the inner membrane of mitochoiidria, 
and the thylakoid membrane of chloroplasts . The ATPase complex is composed of 
an oligomer ic transmembrane sector, called CF(0) , and a catalytic core > ealle:d 
coupling factor CP (1). The former acts as a proton channel ; the lattWr is 
composed of five subunits, alpha, beta, gamma, delta and epsilonc Subunit 
gamma is believed to be important in regulating ATPase activity and the flow 
of protons through the CF(0) complex. The best conserved region of the gamma 
subunit [3] is its C-terminus which seems to be essential for assembly and 
catalysis. As a signature pattern to detect ATPase gamma subunits, we used a 
14 residue conserved segment where the last amino acid is found one to three 
residues from the C-terminal extremity. 



Description of pattern(s) and/or prof ile(s) 



^ei^uehccs known 
to, belong to this 
class detected by 
fhcjjtittern 



ALL, except for pea chloroplast gammaand two Baciiitis 
species gamma. 



lof 2 



6/11/03 2:56 PM 



